Modern DNA sequencing machines have opened the flood gates of whole genome data; and the current processing techniques are being washed away. Medium-sized sequencing laboratories can produce Terabytes of data per week that need processing. Unfortunately, most programs available for sequence processing are not designed to scale easily to such high data rates, nor are the typical bioinformatics workflow designs. As a consequence, many sequencing operations are left struggling to cope with the high data loads, often hoping that acquiring additional hardware will solve their problems. In contrast, we believe that a change in paradigm is required to solve this problem: a shift to highly parallelized software is required the handle the parallelization that has taken place in sequencing.
